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Ricin is a potent toxin presenting a threat as a biological weapon. The holotoxin consists of two
disulfide-linked polypeptides: an enzymatically active A chain (RTA) and a
galactose/N-acetylgalactosamine-binding B chain. Efforts to develop an inactivated version of the A chain
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chemically induced denaturation of rRTA, but not the truncated variants, proceeds through at least a
three-state mechanism. The intermediate state in rRTA unfolding has a hydrophobic core accessible to
ANS and an unfolded C-terminal domain. Removing the C-terminal domain changed the mechanism of
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conclusion that these derivatives are superior candidates for development as vaccines against ricin and
suggest an approach of reduction to minimum essential domains for design of more thermostable
recombinant antigens. 
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